File S2: Summary of the results of the analysis performed in this work in relation to the myostatin (GDF-8) gene region. These results were evaluated to establish criteria for the analyses performed to detect dairy selection signatures in the dairy breeds analysed.
assess the ability of the different analyses to detect genomic regions that have been subject to selection pressure. This region was also used to evaluate the influence of parameters used for the analyses implemented in this study. Kijas et al. [3] showed that a selection signature in the GDF-8 gene region could be identified in three geographically distinct populations of Texel, including the Scottish Texel, which was considered as the reference breed for this test case assessment.
Based on the PCA analysis described in Supporting Information File 1, the Scottish Texel breed was compared to the Galway breed in the pair-wise F ST analysis. Regions of low observed heterozygosity were also assessed for the Scottish Texel breed following the 2 methods described for the dairy and non-dairy breeds in the Selection sweep mapping analysis methods section of the main text of the manuscript. These analyses were implemented across the whole genome using sliding windows of 9-, 13-and 17-SNPs and the results obtained near the GDF-8 gene (OAR2: 118.573 -118.579 Mb) were evaluated to establish criteria for the analyses performed to detect dairy selection signatures. The results of the regression analysis for detection of regions with asymptotic heterozygosity patterns performed in the Scottish Texel breed, which was performed as described in the Selection sweep mapping analysis methods section of the main text of the manuscript, for the three tested bracket sizes (5, 10 and 20 Mbp) were also assessed for chromosome OAR2, in relation to the position of the GDF-8 gene. Figure S2b ). Hence, for this method up to a 2 Mb interval was again allowed within a region defined on the basis of the reduced heterozygosity values.
Results: Mapping accuracy of GDF-8 and setting of criteria for further analyses

Asymptotic heterozygosity pattern:
In the regression analysis for detection of regions with asymptotic heterozygosity patterns performed in the Scottish Texel breed, the GDF-8 region had the highest -log(p) values across the whole genome for the two larger brackets, 10 and 4 20 Mbp, whereas for the 5 Mb-bracket, a region on OAR4 yielded the highest -log(p) value.
The top position in the 10 Mb-bracket analysis (118.0598 Mb) was closest to the location of the GDF-8 gene (Supporting Figure S2c ). Based on this, results obtained with the 10 Mbbracket for the dairy breeds were used for comparison with those obtained using genetic differentiation and observed heterozygosity. Although the gaps between identified positions within continuous regions were smaller than for the other methods, for consistency with the other two analyses, the same criterion was used (maximum distance between identified positions of 2 Mb) to determine candidate regions based on the asymptotic heterozygosity pattern. 
